Long non-coding RNAs (lncRNAs, length above 200 nt) exert crucial biological roles and have been implicated in cancers 1,2 . To characterize newly discovered transcripts,
one major issue is to distinguish lncRNAs from mRNAs. Since experimental methods are time-consuming and costly, computational methods are preferred for large-scale lncRNA identification. In a recent study, Amin et al. 3 follow their evaluation metrics, among which "accuracy" and "F1 score" captures the overall performance of a tool. Table 1 displays the performance of lncRNA identification in both human and mouse datasets. In human dataset (denoted by lncGH), LncADeep achieves superior performance, with the highest accuracy of 94.6% (2.3% higher than that of lncRNAnet and 10.4% higher that of lncFinder), F1 score of 89.2% (4% higher than that of lncRNAnet and 16.1% higher than that of lncFinder), precision of 89.2%, recall of 97.5% and the lowest error rate of 5.4%, while lncRNAnet only shows a higher specificity. In mouse dataset (denoted by lncGM), compared with other tools, LncADeep still achieves the best performance in all metrics except specificity. Although lncFinder's specificity is the highest, its precision and recall are much lower than LncADeep's, and leads to the accuracy (89.5%) and F1 score (79.8%) of lncFinder evidently lower than those of LncADeep (accuracy of 95% and F1 score of 89.3%). Apart from the above metrics, we plot 
